Talaromyces marneffei is a thermally dimorphic fungus endemic in China and Southeast Asia that causes fatal infections in immunocompromised individuals, particularly in patients with advanced HIV disease. Here, we report the complete genome sequences of two clinical isolates from northern and southern Vietnam.
made in 11CN-20-091; all junctions were validated and polished as described above. One intrachromosomal rearrangement supported by read alignments was identified between these two isolates.
The assembly of 11CN-03-130 consists of nine contigs which have an N 50 value of 3.74 Mb and a total length of 28.22 Mb. Of the 8 largest contigs, 7 have telomeric repeats (TTAGG[GA]) at both ends; contig000003 has telomeric repeats at the end, and the start consists of rRNA gene repeats. The smallest contig (82.9 kb) consists of ϳ11 tandem copies of rRNA gene repeat units and is likely linked to the start of contig000003. The assembly of 11CN-20-091 consists of 8 contigs that have telomeric repeats at both ends, an N 50 value of 3.70 Mb, and a total length of 28.20 Mb. The GC content of both assemblies is 46.8%. The total size is similar to those previously noted for draft assemblies of T. marneffei isolates ATCC 18225 (28.6 Mb) (12) and PM1 (28.9 Mb) (13) .
Gene structures were predicted using transcriptome sequencing (RNA-seq) data from yeast and mycelia (14) . RNA-seq reads were aligned to each assembly using STAR v2.7 (15) , with the parameter "-alignIntronMax 10000," and alignments were input to BRAKER v1.7 (16) . A total of 10,025 genes were predicted for 11CN-03-130, and 9,994 genes were predicted for 11CN-20-091. BUSCO v3 (17) identified 97.7% and 97.4% of the pezizomycotina_odb9 gene set in the 11CN-03-130 and 11CN-20-091 gene sets, respectively.
Data availability. The sequence, assembly, and annotation reported here are available in GenBank under BioProject accession number PRJNA522919. Raw sequence reads have been deposited in the NCBI Sequence Read Archive for 11CN-03-130 (Oxford Nanopore data, accession number SRR8592562; Illumina iSeq data, accession number SRR8784960; and Illumina HiSeq 4000 data, accession number SRR10359552) and for 11CN-20-091 (Oxford Nanopore data, accession number SRR8592561; Illumina iSeq data, accession number SRR8784959; and Illumina HiSeq 4000 data, accession number SRR10359551). Annotated assemblies are deposited under GenBank accession number WINJ00000000 for 11CN-03-130 and under accession numbers CP045653 to CP045660 for 11CN-20-091. 
